Related literature
For background to the use of benzohydrazides as catalysts, see: Heravi et al. (2007) ; Hou et al. (2005) and for their biological activity, see: Sreeja et al. (2004) . For the synthesis of related compounds, see: Fun et al. (2008) . For related structures, see Mangalam et al. (2009) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (Farrugia, 1997) and DIAMOND (Brandenburg, 2010) ; software used to prepare material for publication: SHELXL97 and publCIF (Westrip, 2010 
Comment
Interest in coordination chemistry of benzohydrazide has been a subject of enthusiastic research since their complexes show a wide range of catalytic properties (Heravi et al., 2007; Hou et al., 2005) . Benzohydrazone derivatives are also important due to their wide spectrum of biological activities (Sreeja et al., 2004) .
This molecule adopts an E conformation with respect to the C6=N2 bond and it exists in the amido form with a C7=O1 bond length of 1.2258 (17) Å which is very close to the reported C=O bond length of a similar structure (Mangalam et al., 2009) 
Experimental
The title compound was prepared by adapting a reported procedure (Fun et al., 2008) . A solution of 3-fluoropyridine-2-carbaldehyde (1.25 g,1 mmol) in ethanol (10 ml) was mixed with an ethanolic solution (10 ml) of benzohydrazide (1.36 g,1 mmol). The mixture was boiled under reflux for 12 h after adding few drops of glacial acetic acid and then cooled to room temperature. Colorless block shaped crystals, suitable for single-crystal analysis, were obtained in 61.8% yield after slow evaporation of the solution in air for a few days. ): 3421, 3059, 1683, 1650, 1597, 1441, 1350, 1295, 1273, 1167, 1134, 1073, 922, 801, 706, 674 .
Refinement
The atoms H3′, H1A and H1B were located from a difference Fourier map and refined isotropically. distances of 0.93 Å, and with isotropic displacement parameters 1.2 times that of the parent carbon atoms. Omitted owing to bad disagreement were the reflections (0 0 2) and (1 0 2).
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2010) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) and publCIF (Westrip, 2010) . Extinction correction: SHELXL97 (Sheldrick, 2008) 
